Structure description
Benzimidazole derivatives play an important role as pharmacophores in pharmaceuticals, and have been shown to possess different biological properties, such as antioxidant (Ayhan-Kilcigil et al., 2004) and antifungal (Preston et al., 1974) activity. We present here the crystal structure of a 2-heteroaryl benzimidazole derivative (Fig. 1) . The compound contains two heterocycles, which are skewed with an N1-C1-C8-C9 torsion angle of À34.7 (5) . The dihedral angle between the mean planes of the benzimidazole and the julolidine moieties is 40.9 (1) .
In the crystal, a supramolecular structure based on intermolecular N2-H2Á Á ÁN1 i hydrogen bonds is formed (Table 1) , featuring zigzag chains of molecules in the [001] direction (Fig. 2 ).
Synthesis and crystallization
The title compound was synthesized (Fig. 3) by mixing equimolar amounts of o-phenylenediamine (1 mmol) and 9-julolidine carboxaldehyde (1 mmol) in ethanol. The resulting mixture was refluxed for 3 h. After cooling to room temperature, the solvents were removed under reduced pressure, and the residue purified by silica gel chromatography with petroleum ether/ethylacetate (6:4, v:v) as eluent, to afford the title data reports compound as a colourless solid (95% yield). The compound was recrystallized from petroleum ether/diethyl ether (1:1, v:v). 1 H NMR (500 MHz, CDCl 3 ), (p.p.m.): 7.57 (s, 1H), 7.50 (s, 2H), 7.26 (s, 2H), 7.20 (dd, J = 6.0, 3.1 Hz, 2H), 3.24-3.21 (m, 4H), 2.78 (t, J = 6.3 Hz, 4H), 2.00-1.94 (m, 4H). 13 C NMR (126 MHz, CDCl 3 ), (p.p.m.): 152.8, 144.8, 125.5, 122.4, 121.4, 50.0, 27.8, 21.8. 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . The methylene C atoms (C11, C12, C13, C16, C17, C18) in the julolidine group were refined with restrained displacement parameters: rigid-bond restraints were applied and atoms closer than 2 Å were restrained to have similar U ij parameters within a standard deviation of 0.04 Å 2 ; finally, these C atoms were restrained to approximate an isotropic behaviour (Sheldrick, 2015) . Table 1 Hydrogen-bond geometry (Å , ).
N2-H2Á Á ÁN1 i 0.88 1.98 2.852 (4) 173
Symmetry code: (i) Àx þ 1 2 ; y; z þ 1 2 .
Figure 2
Crystal-packing diagram, viewed along the c axis. The chain motifs are normal to the projection view.
Figure 3
The reaction scheme. Computer programs: CrysAlis PRO (Rigaku OD, 2015) , olex2.solve (Bourhis et al., 2015) , SHELXL2014 (Sheldrick, 2015) and OLEX2 (Dolomanov et al., 2009 ).
Figure 1
The molecular structure of the compound, showing displacement ellipsoids drawn at the 50% probability level.
data-1
IUCrData ( T min = 0.878, T max = 1.000 4617 measured reflections 2727 independent reflections 2528 reflections with I > 2σ(I) Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
